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<210> 1 

<211> 3034 

<212> DNA 

<213> Homo sapiens 



<400> 1 



cacgagggaa 


caacctctct 


ctctscagca 


gagagtgtca 


cctcctgctt 


taggaccatc 


60 


aagctctgct 


aactgaatct 


catcctaatt 


gcaggatcac 


attgcaaagc 


tttcactctt 


120 


tcccaccttg 


cttgtgggta 


aatctcttct 


gcggaatctc 


agaaagtaaa 


gttccatcct 


180 


gagaatattt 


cacaaagaat 


ttccttaaga 


gctggactgg 


gtcttgaccc 


ctggaattta 


240 


agaaattctt 


aaagacaatg 


tcaaatatga 


tccaagagaa 


aatgtgattt 


gagtctggag 


300 


acaattgtgc 


atatcgtcta 


ataataaaaa 


cccatactag 


cctatagaaa 


acaatatttg 


360 


aataataaaa 


acccatacta 


gcctatagaa 


aacaatattt 


gaaagattgc 


taccactaaa 


420 


aagaaaacta 


ctacaacttg 


acaagactgc 


tgcaaacttc 


aattggtcac 


cacaacttga 


480 


caaggttgct 


ataaaacaag 


attgctacaa 


cttctagttt 


atgttataca 


gcatatttca 


540 


tttgggctta 


atgatggaga 


aaaagtgtac 


cctgtatttt 


ctggttctct 


tgcctttttt 


600 


tatgattctt 


gttacagcag 


aattagaaga 


gagtcctgag 


gactcaattc 


agttgggagt 


660 


tactagaaat 


aaaatcatga 


cagctcaata 


tgaatgttac 


caaaagatta 


tgcaagaccc 


720 


cattcaacaa 


gcagaaggcg 


tttactgcaa 


cagaacctgg 


gatggatggc 


tctgctggaa 


780 


cgatgttgca 


gcaggaactg 


aatcaatgca 


gctctgccct 


gattactttc 


aggactttga 


840 
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tccatcagaa 


aaagttacaa 


agatctgtga 


ccaagatgga 


aactggttta 


gacatccagc 


900 


aagcaacaga 


acatggacaa 


attataccca 


gtgtaatgtt 


aacacccacg 


agaaagtgaa 


960 


gactgcacta 


aatttgtttt 


acctgaccat 


aattggacac 


ggattgtcta 


ttgcatcact 


1020 


gcttatctcg 


cttggcatat 


tcttttattt 


caagagccta 


agttgccaaa 


ggattacctt 


1080 


acacaaaaat 


ctgttcttct 


catttgtttg 


taactctgtt 


gtaacaatca 


ttcacctcac 


1140 


tgcagtggcc 


aacaaccagg 


ccttagtagc 


cacaaatcct 


gttagttgca 


aagtgtccca 


1200 


gttcattcat 


ctttacctga 


tgggctgtaa 


ttacttttgg 


atgctctgtg 


aaggcattta 


12S0 


cctacacaca 


ctcattgtgg 


tggccgtgtt 


tgcagagaag 


caacatttaa 


tgtggtatta 


1320 


ttttcttggc 


tggggatttc 


cactgattcc 


tgcttgtata 


catgccattg 


ctagaagctt 


1330 


atattacaat 


gacaattgct 


ggatcagttc 


tgatacccat 


ctcctctaca 


ttatccatgg 


1440 


cccaatttgt 


gctgctttac 


tggtgaatct 


ttttttcttg 


ttaaatattg 


tacgcgttct 


1500 


catcaccaag 


ttaaaagtta 


cacaccaagc 


ggaatccaat 


ctgtacatga 


aagctgtgag 


1560 


agctactctt 


atcttggtgc 


cattgcttgg 


cattgaattt 


gtgctgattc 


catggcgacc 


1620 


tgaaggaaag 


attgcagagg 


aggtatatga 


ctacatcatg 


cacatcctta 


tgcacttcca 


1680 


gggtcttttg 


gtctctacca 


ttttctgctt 


ctttaatgga 


gaggttcaag 


caattctgag 


1740 


aagaaactgg 


aatcaataca 


aaatccaatt 


tggaaacagc 


ttttccaact 


cagaagctct 


1800 


tcgtagtgcg 


tcttacacag 


tgtcaacaat 


cagtgatggt 


ccaggttata 


gtcatgactg 


1860 


tcctagtgaa 


cacttaaatg 


gaaaaagcat 


ccatgatatt 


gaaaatgttc 


tcttaaaacc 


1920 


agaaaattta 


tataattgaa 


aatagaagga 


tggttgtctc 


actgtttggt 


gcttctccta 


1980 


actcaaggac 


ttggacccat 


gactctgtag 


ccagaagact 


tcaatattaa 


atgactttgg 


2040 


ggaatgtcat 


aaagaagagc 


cttcacatga 


aattagtagt 


gtgttgataa 


gagtgtaaca 


2100 


tccagctcta 


tgtgggaaaa 


aagaaatcct 


ggtttgtaat 


gtttgtcagt 


aaatactccc 


2160 


actatgcctg 


atgtgacgct 


actaacctga 


catcaccaag 


tgtggaattg 


gagaaaagca 


2220 


caatcaactt 


ttctgagctg 


gtgtaagcca 


gttccagcac 


accattgatg 


aattcaaaca 


2280 


aatggctgta 


aaactaaaca 


tacatgttgg 


gcatgattct 


acccttattc 


sccccaagag 


2340 


acctagctaa 


ggtctataaa 


catgaaggga 


aaattagctt 


ttagttttaa 


aactctttat 


2400 


cccatcttga 


ttggggcagt 


tgactttttt 


tttttcccag 


agtgccgtag 


tcctttttgt 


2460 


aactaccctc 


tcaaatggac 


aataccagaa 


gtgaattatc 


cctgctggct 


ttcttttctc 


2520 


tatgaaaagc 


aactgagtac 


aattgttatg 


atctactcat 


ttgctgacac 


atcagttata 


2580 
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tcttgtggca 


tatccattgt 


ggaaactgga 


tgaacaggat 


gtataatatg 


caatcttact 


2640 


tctatatcat 


taggaaaaca 


tcttagttga 


tgctacaaaa„ 


caccttgtca 


acctcttcct 


2700 


gtcttaccaa 


acagtgggag 


ggaattccta 


gctgtaaata 


taaattttgc 


ccttccattt 


2760 


ctactgtata 


aacaaattag 


caatcatttt -atataaagaa 


aatcaatgaa 


ggatttctta 


2820 


ttttcttgga 


attttgtaaa 


aagaaattgt 


gaaaaatgag 


cttgtaaata 


ctccattatt 


2880 


ttattttata 


gtctcaaatc 


aaatacatac 


aacctatgta 


atttttaaag 


caaatatata 


2940 


atgcaacaat 


gtgtgtatgt 


taatatctga 


tactgtatct 


gggctgattt 


tttaaataaa 


3000 


atagagtctg 


gaatgctaaa 


aaaaaaaaaa 


aaaa 






3034 



<210> 2 

<211> 461 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Glu Lys Lys Cys 
1 5 

Met He Leu Val Thr 
20 

Gin Leu Gly Val Thr 
35 

Tyr Gin Lys lie Met 
50 

Cys Asn Arg Thr Trp 
65 

Gly Thr Glu Ser Met 
85 

Pro Ser Glu Lys Val 
100 

Arg His Pro Ala Ser 
115 

Val Asn Thr His Glu 
130 

Thr He He Gly His 
145 

Gly He Phe Phe Tyr 
165 



Thr Leu Tyr Phe Leu Val Leu Leu Pro Phe Phe 
10 15 

Ala Glu Leu Glu Glu Ser Pro Glu Asp Ser He 
25 30 

Arg Asn Lys He Met Thr Ala Gin Tyr Glu Cys 
40 45 

Gin Asp Pro lie Gin Gin Ala Glu Gly Val Tyr 
5'5 60 

Asp Gly Trp Leu Cys Trp Asn Asp Val Ala Ala 
70 75 80 

Gin Leu Cys Pro Asp Tyr Phe Gin Asp Phe Asp 
90 95 

Thr Lys lie Cys Asp Gin Asp Gly Asn Trp Phe 
105 HO 

Asn Arg Thr Trp Thr Asn Tyr Thr Gin Cys Asn 
120 125 

Lys Val Lys Thr Ala Leu Asn Leu Phe Tyr Leu 
135 140 

Gly Leu Ser He Ala Ser Leu Leu He Ser Leu 
150 155 160 

Phe Lys Ser Leu Ser Cys Gin Arg He Thr Leu 
170 175 



His Lys Asn 



Leu Phe Phe Ser Phe Val Cys Asn Ser Val Val Thr He 
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180 185 190 

lie His Leu Thr Ala Val Ala Asn Asn Gin Ala Leu Val Ala Thr Asn 
195 200 205 

Pro Val Ser Cys Lys Val Ser Gin Phe lie His Leu Tyr Leu Met Gly 
210 215 220 

Cys Asn Tyr Phe Trp Met Leu Cys Glu Gly lie Tyr Leu His Thr Leu 
225 230 235 240 

lie Val Val Ala Val Phe Ala Glu Lys Gin His Leu Met Trp Tyr Tyr 
245 250 255 

Phe Leu Gly Trp Gly Phe Pro Leu lie Pro Ala Cys lie His Ala lie 

260 " 265 J 270 

Ala Arg Ser Leu Tyr Tyr Asn Asp Asn Cys Trp lie Ser Ser Asp Thr 
275 280 285 

His Leu Leu Tyr lie lie His Gly Pro lie Cys Ala Ala Leu Leu Val 
290 295 300 

Asn Leu Phe Phe Leu Leu Asn lie Val Arg Val Leu lie Thr Lys Leu 
305 310 315 320 

Lys Val Thr His Gin Ala Glu Ser Asn Leu Tyr Met Lys Ala Val Arg 
325 330 335 

Ala Thr Leu lie Leu Val Pro Leu Leu Gly lie Glu Phe Val Leu lie 
340 345 350 

Pro Trp Arg Pro Glu Gly Lys lie Ala Glu Glu Val Tyr Asp Tyr lie 
355 360 365 

Met His lie Leu Met His Phe Gin Gly Leu Leu Val Ser Thr lie Phe 
370 375 380 

Cys Phe Phe Asn Gly Glu Val Gin Ala lie Leu Arg Arg Asn Trp Asn 
385 390 395 400 

Gin Tyr Lys lie Gin Phe Gly Asn Ser Phe Ser Asn Ser Glu Ala Leu 
405 410 415 

Arg Ser Ala Ser Tyr Thr Val Ser Thr He Ser Asp Gly Pro Gly Tyr 
420 425 430 

Ser His Asp Cys Pro Ser Glu His Leu Asn Gly Lys Ser He His Asp 
435 440 445 

He Glu Asn Val Leu Leu Lys Pro Glu Asn Leu Tyr Asn 
450 455 460 

<210> 3 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
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<220> 

<221> Primer_Bind ' 

<223> Synthetic oligonucleotide for PCR amplification 
<400> 3 

gactaaagct taatgttata cagcatattt 30 



<210> 4 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<221> Primer_Bind 

<223>> Synthetic oligonucleotide for PCR amplification 



<400> 4 

gaacttctag accgtcaatt atataaattt ttc 

<210> 5 

<211> 34 

<212> DNA 

<213> Artificial Sequence 

<220> 
<221> 
<223> 

<400> 5 

gtccggatcc gccaccatgt tatacagcat attt 



33 



34 



Primer_Bind 

Synthetic oligonucleotide for PCR amplification 



<210> S 

<211> 34 

<212> DNA 

<213> Artificial ' Sequence 
<220> 

<221> Primer_Bind 

<223> Synthetic oligonucleotide for pcr amplification 

<400> 6 

gtccggatcc gccaccatgt tatacagcat attt 34 

<210> 7 

<211> 11 

<212> PRT 

<213> Artificial Sequence 
<220> 

<221> SITE 

<223> DET peptide tag 

<400> 7 



in in 



iiiimii viiiim i in » 
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Lys Ser lie Arg lie Gin Arg Gly Pro Gly Arg 
1 5 10 

<210> 8 

<211> 490 

<212> PRT 

<213>. Homo sapiens 

<400> 8 

Met Arg Phe Thr Phe Thr Ser Arg Cys Leu Ala Leu Phe Leu Leu Leu 
15 10 15 

Asn His Pro Thr Pro He Leu Pro Ala Phe Ser Asn Gin Thr Tyr Pro 
20 25 30 

Thr He Glu Pro Lys Pro Phe Leu Tyr Val Val Gly Arg Lys Lys Met 
35 40 45 

Met Asp Ala Gin Tyr Lys Cys Tyr Asp Arg Met Gin Gin Leu Pro Ala 
50 55 60 

Tyr Gin Gly Glu Gly Pro Tyr Cys Asn Arg Thr Trp Asp Gly Trp Leu 
65 70 75 80 

Cys Trp Asp Asp Thr Pro Ala Gly Val Leu Ser Tyr Gin Phe Cys Pro 
85 90 95 

Asp Tyr Phe Pro Asp Phe Asp Pro Ser Glu Lys Val Thr Lys Tyr Cys 
100 105 110 

Asp Glu Lys Gly Val Trp Phe Lys His Pro Glu Asn Asn Arg Thr Trp 
115 120 125 

Ser Asn Tyr Thr Met Cys Asn Ala Phe Thr Pro Glu Lys Leu Lys Asn 
130 135 140 

Ala Tyr Val Leu Tyr Tyr Leu Ala He Val Gly His Ser Leu Ser He 
145 150 155 160 

Phe Thr Leu Val He Ser Leu Gly He Phe Val Phe Phe Arg Lys Leu 
165 170 175 

Thr Thr lie Phe Pro Leu Asn Trp "Lys Tyr Arg Lys Ala Leu .Ser Leu 
180 185 190 

Gly Cys Gin Arg Val Thr Leu His Lys Asn Met Phe Leu Thr Tyr lie 
195 200 205 

Leu Asn Ser Met He He He lie His Leu Val Glu Val Val Pro Asn 
210 215 220 

Gly Glu Leu Val Arg Arg Asp Pro Val Ser Cys Lys He Leu His Phe 
225 230 235 240 

Phe His Gin Tyr Met Met Ala Cys Asn Tyr Phe Trp Met Leu Cys 'Glu • 
245 250 255 
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Gly lie Tyr Leu His Thr Leu He Val Val Ala Val Phe Thr Glu Lys 
260 - 265 270 

Gin Arg Leu Arg Trp Tyr Tyr Leu Leu Gly Trp Gly Phe Pro Leu Val 
275 ' 280 285 

Pro Thr Thr He His Ala He Thr Arg Ala Val Tyr Phe Asn Asp Asn 
290 295 300 

Cys Trp Leu Ser Val Glu Thr His Leu Leu Tyr lie He His Gly Pro 
305 310 315 320 

Val Met Ala Ala Leu Val Val Ash Phe Phe Phe Leu Leu Asn He Val 
325 330 335 

Arg Val Leu Val Thr Lys Met Arg Glu Thr His Glu Ala Glu Ser His 
340 345 350 

Met Tyr Leu Lys Ala Val Lys Ala Thr Met He Leu Val Pro Leu Leu 
355 360 365 

Gly He Gin Phe Val Val Phe Pro Trp Arg Pro Ser Asn Lys Met Leu 
370 375 380 

Gly Lys He Tyr Asp Tyr Val Met His Ser Leu He His Phe Gin Gly 
385 390 395 400 

Phe Phe Val Ala Thr He Tyr Cys Phe Cys Asn Asn Glu Val Gin Thr 
405 410 415 

Thr Val Lys Arg Gin Trp Ala Gin Phe Lys He Gin Trp Asn Gin Arg- 
420 425 430 

Trp Gly Arg Arg Pro Ser Asn Arg Ser Ala Arg Ala Ala Ala Ala Ala 
435 ' 440 445 

Ala Glu Ala Gly Asp He Pro He Tyr He Cys His Gin Glu Pro Arg 
450 455 460 

Asn Glu^Pro Ala Asn Asn Gin Gly Glu Glu Ser Ala Glu He He Pro 
465 - 470 475 480 

Leu Asn lie He Glu Gin Glu Ser Ser Ala 
485 490 

<210> 9 
<211> 464 
<212> PPT 
<213> Rat 

<400> 9 

Met Met Asp Lys Lys Cys Thr Leu Cys Phe Leu Phe Leu Leu Leu Leu 
15 10 15 

Asn Met Ala Leu He Ala Ala Glu Ser Glu Glu Gly Ala Asn Gin Thr 
20 25 30 
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Asp Leu Gly Val Thr Arg Asn Lys lie Met Thr Ala Gin Tyr Glu Cys 
35 ' 40 45 

Tyr Gin Lys lie Met Gin Asp Pro lie Gin Gin Gly Glu Gly Leu Tyr 
50 55 60 

Cys Asn Arg Thr Trp Asp Gly Trp Leu Cys Trp Asn Asp Val Ala Ala 
65 70 75 80 

Gly Thr Glu Ser Met Gin lie Cys Pro Asp Tyr Phe Gin Asp Phe Asp 
85 90 95 

Pro Ser Glu Lys Val Thr Lys lie Cys Asp Gin Asp Gly Asn Trp Phe 
100 105 . 110 

Arg His Pro Asp Ser Asn Arg Thr Trp Thr Asn Tyr Thr Leu Cys Asn 
115 120 125 

Asn Ser Thr His Glu Lys Glu Lys Thr Ala Leu Asn Leu Phe Tyr Leu 
130 135 140 

Thr lie He Gly His Gly Leu Ser He Ala Ser Leu He He Ser Leu 
145 150 155 160 

He He Phe Phe Tyr Phe Lys Ser Leu Ser Cys Gin Arg He Thr Leu 
165 170 175 

His Lys. Asn Leu Phe Phe Ser Phe Val Cys Asn Ser He Val Thr He 
180 185 190 

He His Leu Thr Ala Val Ala Asn Asn Gin Ala Leu Val Ala Thr Asn 
195 200 205 

Pro Val Ser Cys Lys Val Ser Gin Phe He His Leu Tyr Leu Met Gly 
210 215 220 

Cys Asn Tyr Phe Trp Met Leu Cys Glu Gly He Tyr Leu His Thr Leu 
225 * 230 235 240 

He Val Val Ala Val Phe Ala Glu Lys Gin His Leu Met Trp Tyr Tyr 
245 250 255 

Phe Leu Gly Trp Gly Phe Pro Leu Leu Pro Ala Cys He His Ala He 
260 265 • 270 

Ala Arg Ser Leu Tyr Tyr Asn Asp Asn Cys Trp lie Ser Ser Asp Thr 
275 ' 280 285 

His Leu Leu Tyr He He His Gly Pro He Cys Ala Ala Leu Leu Val 
290 295 300 

Asn Leu Phe Phe Leu Leu Asn He Val Arg Val Leu He Thr Lys Leu 
305 310 315 320 

Lys Val Thr His Gin Ala Glu Ser Asn Leu Tyr Met Lys Ala Val Arg 
325 330 335 

Ala Thr Leu lie Leu Val Pro Leu Leu Gly He Glu Phe Val Leu Phe 



ii 
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340 

Pro Trp Arg Pro 
355 

Met His lie Leu 
370 

Cys Phe Phe Asn 
385 

Gin Tyr Lys lie 



Arg Ser Ala Ser 
420 

Ser His Asp Cys 
435 

lie Glu Asn Val 
450 



Glu Gly Lys Val 
360 

Met His Tyr Gin 
' 375 . 

Gly Glu Val Gin 
390 

Gin Phe Gly Asn 
405 

Tyr Thr Val Ser 



Pro Thr Glu His 
440 

Ala Leu Lys Pro 
455 



345 

Ala Glu Glu Val 



Gly Leu Leu Val 
380 

Ala lie Leu Arg 
395 

Gly Phe Ser His 
410 

Thr lie Ser Asp 
425 

Leu Asn Gly Lys 



Glu Lys Met Tyr 
460 



350 

Tyr Asp Tyr Val 
365 

Ser Thr lie Phe 



Arg Asn Trp Asn 
400 

Ser Asp Ala Leu 
415 

Val Gin Gly Tyr 

430 

Ser lie Gin Asp 
445 

Asp Leu Val Met 



